Here, we report the detection of a novel alphavirus in Australian mosquitoes, provisionally named Yada Yada virus (YYV). Phylogenetic analysis indicated that YYV belongs to the mosquito-specific alphavirus complex. The assembled genome is 11,612 nucleotides in length and encodes two open reading frames.
tural (2,437 amino acids) proteins. Translation of the genome sequence was performed using the ExPASy Translate tool (12) . Phylogenetic analysis was performed by the creation of alignments of YYV and the structural and nonstructural protein sequences of other alphaviruses using MAFFT v7.429 (13) , the removal of ambiguously aligned residues with TrimAl v1.4.1 (14) , and maximum likelihood inference using PhyML v3.1 (15) employing the Le-Gascuel (LG) plus gamma distribution model of amino acid substitution and 1,000 bootstrap replicates. The resultant trees were then viewed in FigTree v1.4.4 (16) . In both the structural (Fig. 1A) and nonstructural (Fig. 1B) protein trees, YYV was placed in the mosquitospecific alphavirus complex, suggesting that it might also have a restricted host range.
To investigate the vector of YYV, the assembled contigs were compared to a cytochrome oxidase I (COI) database of Australian mosquito species (17) using BLASTn v2.9.0ϩ (18) with an E value cutoff of 10 Ϫ5 , and the results were filtered for alignments Ͼ200 bp in length and matches of Ͼ95% identity. Only two mosquito species were present in all three traps, Anopheles annulipes and Culex australicus/Culex globocoxitus (these two Culex species are indistinguishable using COI), supporting previous studies that have detected mosquito-specific alphaviruses from only Anopheles and Culex species (2) (3) (4) (5) . Due to the homogenization of the traps, the YYV vector species cannot be definitively determined. However, read mapping showed that the abundance of A. annulipes was associated with YYV genome coverage, whereas the abundance of C. australicus/C. globocoxitus was not (data not shown).
The discovery of YYV expands the diversity and geographic range of the mosquitospecific alphavirus complex and in doing so will help reveal the virus origin and evolution of host switching (19) . In addition, it is noteworthy that mosquito-specific viruses that are closely related to pathogenic vertebrate viruses have potential applications in vaccine development and as biocontrol agents (20) .
Data availability. The YYV genome sequence has been deposited in GenBank under the accession number MN733821. The sequencing reads are available in the SRA database via BioProject accession number PRJNA594295.
